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This book is timely in that there is currently little
availability of textbooks in the area of computational
mass spectrometry-based proteomics. It contains mate-
rial important for anyone who would like to under-
stand or develop methods to evaluate proteomics data.
This book has four authors, all of whom are authors of
various algorithms and tools in computational pro-
teomics (e.g., MASorter and PepMerger) and have a
well-established knowledge base in mass spectrometry.
The complementary expertise of these four authors
combines to afford a useful resource that is well pre-
sented in a manner where the distinction of authorship
for different chapters is not apparent, resulting in
seamless presentation of the material.
The material is organized into 18 logical chapters
that begin with the required understanding of the
instrumentation (chapters 1–5); continue with the tasks
of peptide and protein identification by standard data-
base search methods (chapters 6–11); maintain peptide
and protein identification, but by a de novo approach
(chapters 12 and 13); and end with several chapters on
advanced topics (e.g., large-scale proteomics, quantita-
tion, issues for mapping peptides to proteins, top-down
proteomics, and standards). The book is split into
approximately one third of introductory material on
mass spectrometry, one half covers peptide and protein
identification, and the remainder presents more ad-
vanced or alternate processing approaches. This is on
target with the preface, which states that the main focus
of the book is protein identification. In that respect, the
title can be a bit misleading in that there is an abun-
dance of other methodologies in the field of computa-
tional proteomics that are not addressed.
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(J Am Soc Mass Spectrom 2008, 19, R3–R4)in the bioinformatics community who seek to work
with proteomics data. The book does a very nice job
of describing the fundamentals of mass spectrometry
and the two most common strategies to peptide
identification, database search, and de novo sequenc-
ing. Neither of these tasks can be approached with
much success without a basic understanding of ion-
ization and fragmentation. The book lays down a firm
foundation from which a researcher with a basic
understanding of chemistry and molecular biology
can use the described methods to analyze liquid
chromatographic tandem mass spectrometric (LC-
MS/MS) proteomics data or tackle the development
of new algorithms to address additional problems in
proteomics.
There are few textbooks available for teaching com-
putational proteomics. As such, this book has great
utility. It offers exercises at the end of each chapter and
useful webpage links to use the software products that
are discussed. This feature would be especially useful
for professors who would have to derive this list and
would likely not arrive at one quite as comprehensive.
As noted by the authors, however, these webpage links
can quickly become outdated and should not be rigidly
relied on.
This first edition is not without areas in need of
improvement. This book attempts to meet a middle
ground where both researchers and students can learn
about computational proteomics. This does lead to
some issues that will make the book less than optimal
for certain communities.
For the general reader, the lack of citations in the
text would make building a literature review diffi-
cult. The authors acknowledge that this is for the
purpose of readability, but adding subscripted num-
bers for references would significantly help research-
ers or students focus on a topic associated with a
single chapter. Given that the references are given in
alphabetical order, matching them to chapters and
topics is not straightforward.
In using this book as a textbook, there are issues
associated with the clarity of the material in introduc-
ing completely new concepts. The first chapter that
introduces peptides and proteins seems out of order;
for example, proteolytic cleavage is presented as a
term before protein properties are introduced. In
addition, although many interesting exercises are
posed, no effort is made to actually work through any
examples that would help guide a student outside of
the classroom. Finally, it would be nice to see a
glossary that would considerably enhance its service
as a textbook.
The book Computational Methods for Mass Spectrome-
try Proteomics is a great start for a growing field. Its
general introductory nature will serve well many
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ground is biology, chemistry, computer science, or
statistics. It will also stand as an essential reference for
researchers entering this field. I will suggest it to newstaff entering our computational biology group that
would like to work with LC-MS/MS data. I look
forward to see what the authors have in store for the
next edition.
